Discussions/Action-items:

1. Run the current software on GlyGen papers (from UniCarbKB, GlyConnect, UniProtKB, etc).
a. Abstracts only - Protein + Site detection: 
i. Preliminary system development: (set-wise*) 
1. Run system set-wise and produce output. [UC/GC-09/15] 
2. Manual inspection of output 
3. Provide Fp and Fn to Vijay and team 
4. Pass rows through automatic QC 
5. Provide passed (manual and automatic) rows to front-end: 
a. Add Literature mining as an additional evidence badge for the detected sites and link to Vijay’s website (e.g. link). [UC/GC: 10/15]
6. Generate statistics (set-wise): 
a. % for every step:
i.  protein-site detected by LitMin [UC/GC:10/15]
ii. Evaluate the scope of automatic vs manual work [UC/GC:10/15]
b. Present those statistics other groups and get input [data meeting after 10/15]
7. Vijay to incorporate manual feedback (fn/fp) to improve the system. 
ii. Refined system 
1. Run the refined system on the GlyGen set (1324 papers) [10/31]
2. Repeat the pipeline to provide passed rows to the front-end.  [12/07]
b. Abstracts only: glycan description recognition 
i. Develop the initial system 
1. Manual verification fp/fn - provide feedback on 100 abstracts [08/31]
ii. Refine the system
1. Run it on the GlyGen paper (1324) set [11/15]
iii. Provide the raw list of detected glycan strings [11/15]
2. Move to Full-length (GlyGen set + open access) : [03/15/2021]
a. Evaluate distribution of information in different papers (old, new)
b. Run the abstract-based system on the results, subsection, figure captions.
c. Manual check- fp, fn
d. Refine system based on feedback. 
e. Generate statistics.
f. Develop a mockup for GlyGen UI data display. 
3. Develop Glycan list : [03/01/2021]
a. Add glycan description strings detected from the software. [UC-09/15]
b. Add ‘Term in sentence’, PMID, PMID count automatically. [UC-09/15]
c. Add definition, synonyms manually and utilize them to explore normalization of the GDS using GNome. Possibly ask other team experts to contribute. [UC-09/15]
4. Association of GDS to protein-site: Abstracts only [04/30/2021]
a. Develop the initial system
i. Manual verification fp/fn - provide feedback
b. Refine the system
i. Run it on the GlyGen paper (1324) set
c. Front-End:
i. Generate mockup for front-end display
5. Extract mentions: [05/30/2021]
a. Detect mention(s) of disease and cell-type/tissue in abstracts.
b. Impact of glycosylation 
i. Run system developed for general detection of impact of process/entity on another process/entity on abstracts (GlyGen-set)
ii. System will identify potentially relevant phrases which will be manually checked.
6. Generalizing the system:[6/30/2021]
a. Run on the wider range of abstracts/full-length
i. Develop a query as many abstracts as possible
ii. Run the system on those abstracts
iii. How many are OA and refine the query to prioritize the papers for a full-length system. 
b. Evaluate migrating Vijay’s website to iTextMine/GWU server. 
c. Dockerize the system

*Set:
1. UniCarbKB
2. GlyConnect
3. UniProtKB
4. Others










	Table 1:

	Step
	Issue
	solution(s)?

	Extract papers based on query

	Not a efficient query to capture glycosylation_site information

Only 20-30% of the extracted papers actually have some mention of glycosylation or site.
	Combine two or more queries?

Use the query from Stephanie for O-GlcNAc data (758)
((O-GlcNAc[Title/Abstract]) OR O-GlcNAcylated[Title/Abstract] OR O-GlcNAcylation[Title/Abstract]) NOT review[Publication Type] NOT systematic review[Publication Type])

	Extract data from abstracts
	Abstracts may not mention data
	Numbers can improve once we move to full-length.

	Protein name to UniProtKB normalization
	PubTator can only normalize 70-80% of the protein names
	Create our own dictionary.

	Manual QC
	Detection of false positives (roughly 10%)
And false negatives (20%)
	Report back to Vijay to fix issues. 


	Automatic QC
	Site validation failing
(>50%)
	Manual alignment



